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Fig. S1 Correlation between the number of differentially expressed genes and that of HERVs. 
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Fig. S2 Correlation between differentially expressed HERVs in each dataset. A Correlation matrix between 
the DEHERVs of each dataset. Correlation values are presented in the upper panel in circle, where color 
intensity (light to dark) and the size of the circle (small to big) are proportional to the correlation coefficients. 
The numbers of overlapping DEHERVs of datasets in pairs are listed in the lower panel. B Number of 
DEHERV loci after different post-infection periods for HCV, CCHFV, and RHV. The red and green bars 
represent the number of up-regulated and down-regulated genes or HERV, respectively, and the gray lines 
represent the total numbers. 
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Fig. S3 Distribution of HERVs relative to their paired genes in 43 common pairs. 
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Fig. S4 Distribution of the key DEHERV-G pairs in each dataset. 
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Table S1. Summary of RNA-seq data from infected and mock cells. 

Table S2. Summary of the 43 common DEHERV-G pairs. 

Table S3. STRING analysis of the genes of 43 common DEHERV-G pairs. 

Table S4. GO and KEGG analysis of the genes of 43 common DEHERV-G 

 

 


